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Aligned sequences of 89 vertebrate Jak-family pseudokinase domains analyzed using the
ConSurf server (http://consurf.tau.ac.il/). Sequences are shaded according to conservation, from teal
(most variable) to dark magenta (most conserved). Species annotations are provided at the end of the
alignment. Sequences were extracted from the Uniref90 database, and were chosen to have a minimal
identity of 32% and a maximal identity of 95%. Sequence selection and conservation analysis is based
on a fragment of human Jak1 including both the pseudokinase and kinase domains to assure selection
of authentic Jak pseudokinase sequences. Numbering above the alignment corresponds to human
Jak1, with human Jak2 numbering in parentheses. Excerpts from the alignment highlighting the F-F-V
triad are presented first, followed by the complete alignment.



Excerpts from Jak pseudokinase sequence alignment highlighting the F-F-V triad

F F Vv

575 (537) 1636(595) |658(617)
Jak2_human_529_1116
H2V1W4_515_1120
I3KJTO 513 1117
G1PKC8_569_1171
G3STB4_577_1153
012990_562_1150
G3WN84_561_1153
Q6W5B1_355_948
G1KI54_559_1153
H3DDQ1_395_969
G5B225_576_1168
HOVSL1_499 1098
F8W4H3_558_1147
057612_578_1166
H3ABD2_524_1119
HOV2Z6_556_1148
H2LQD3_521_1110
Q6GPK5_575_1163
G3PKI3 511 1116
BOV237_509_1091
G1N138_441_1047
H2TE39_530_1116
H2VE41_574_1180
H1A3H7_27_589
CTATY9 562_1151
H2SBF4_355_996
H3BOL6_509_1107
G3PKV8_559_1147
I3K428_523_1114
I31zB2_589_1184
042291_505_1097
HOX425_574_1168
G1P7KO_396_981
G3TFO5_473_1068
FINMJ9_554_1150
P29597_576_1171
Q75R65_529_1123
D2GV17_503_1098
Q9PTN6_498_1097
Tyk2_human_576_1166
F7EV03_508_1101
Jak3_human_503_1091
G5BSN6_723_1350
G1LYZ3_576_1170
H2M2I1_581_1165
FIMCX4_575_1169
H2SBF2_535_1131
G3NVWO_582_1174
Q9PWDO_515_1100
I3MAEO_504_1097
H2TE42_495_1102
CTATY6_576_1168
D3z4S5_718_1310
I3J0C0_567_1148
Q9R117_572_1164
HOVRI8_531_1132

H2VE42_579_1162
F6V3I2 589 1182




Q6Y4Q0_534_1126
F1PBDO_595 1189
H3ADK6 22 610
G1KHZ7_606_1200
Q6DDJ0_546_1139
Jak2_human 529 1116
H2vV1w4_515 1120
I3KJTO0_513_1117
G1PKC8 569 1171
G3sTB4_577_1153
012990_562_ 1150
G3WN84_561_1153
Q6WSB1_355_948
G1KI54_559 1153
H3DDQ1 395 969
G5B225_576_1168
HOVSL1_499 1098
F8W4H3 558 1147
057612 578 1166
H3ABD2 524 1119
HOV2Z6_556_1148
H2LQOD3 521 1110
Q6GPK5_575_1163
G3PKI3 511 1116
BOV237_509_1091
GIN138_ 441 1047
H2TE39 530_1116
H2VE41_574_1180
H1A3H7_27_589
C7ATY9 562 1151
H2SBF4_355_996
H3BOL6_509_ 1107
G3PKV8_559_ 1147
I3K428 523 1114
I3IZB2 589 1184
042291 505_1097
HOX425 574_1168
G1P7KO0_396_981
G3TF05_473_1068
F1NMJ9 554_1150
P29597_576_1171
Q75R65_529 1123
D2GV17_503_1098
Q9PTN6_498_1097
Tyk2_human_ 576_1166
F7EV03_508_1101
Jak3_human_ 503 1091
G5BSN6_723_ 1350
G1lLYZ3 576_1170
H2M2I1 581 1165
FIMCX4 575_1169
H2SBF2_ 535 1131
G3NVWO_582 1174
Q9PWDO_515_1100
I3MAEO_504_1097
H2TE42 495 1102
C7ATY6_576_1168
D3z4s5_718 1310
I3JQC0_567_1148
Q9R117 572_1164
HOVRI8 531 1132

Jakl human 561 1154

H2VE42_579_1162
F6V3I2_589 1182
Q9PWD1_530_1117
F1S3L9_566_1169
G3VR92_504_1104
F6X8E5_508_1068
H2L7P7_514_1119
I3M210_601_1192
GLKCEO_530_1126
Q09178 563 1153
D3ZUV6_649_1241
G9KW4A1_102_676

H2LLN7_568_1156
H3C837_398_1006
F7EAS1_502_1096
H2M2B1 532_1128
H2TCV2_510_1100

G3P1H3_515_1105
A0JMO1_530_1122
G3PZA6_518_ 1120
13J727_537_1129
G1MVV3_535_1025
F7B2N9_488 1076
Q4T1R9_364_1003
C7ATY8 513 1104
HOZIA6 541 1134
CORW38_515_1112
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|575(537)
soM--VEEK DL
SQL- - DV
SQL- - EI
TQL- - ET
SQL- - EI
NQM- - VlgHK DL
SQM- -VidHK DL
SQM- -VjdHK DL
SQL--sfdHER DL
SQL- - ETI
SQL- - EI
SQL- - DI
NQM- - DL
SQL--sflug EI
SQM- -VidHK DL
SQL--sflHER DI
SQL--Thlok SL
SKL--sfiNp ETI
SQL--shlHER DI
SQM--VidHK DL
SQL--shlER DI
SHI--QfdoM DL
SQL--sfaug ETI
NQM- - VlgHK DL
SHM- - ofadlHM DL
PQVPScliLs DL
SRV--QMPY DL
SQL--sflErR DI
QQM- - MigHK SL
TQL--RldHO EI
SQM- -VidHK DL
SQM--IfdHK DL
TQL--RfaHQ DI
SHI--QfduM EL
TRL--MjdPQ DI
NQM- - shHK SL
SQL--sflHER EI
SQM- - ThlHK SL
SQM- - ThlHK SL
GQL--ShHR EI
SQL--sflEr ET
SQM- -VjdHK DL
SQM- - ThaHK SL
SHM- -QfadluM DL
SQL--sflHER EI
0SL--ThHK DI
SQM- - ThlHK SL
SQL--sfaDR DI
SQL--sflErR DI
SQL--splIr DI
SHL--splYr DI
SQM- -VidHK DL
SQL--shlHER EI
-HI--QfldoM DL
NQM- - ThlHK SL
SRV--QMPY DL
SQL--sflErR ET
TQL--ShlHT SL
NQV--8hPR DI
SQL--sflErR ETI
NQM- - VlgHK DL
sSQL--sflbr DL
SQL--shlER DI
sQL--sflyo EI
TQV--QMRH ET
SHL- - SfalER DI
SQM- - MjdHK SL
SHM- -MjgdH T SL
SQM- -VjdHK DL
SQL--sflErR ET
NQM- - VlgHK DL
SQL--sfdHER EI
TKL--ShlHT SL
SQL--sflHER DI
TKL--RaINR NI
SQM- -VijdHK DL
SQM- - MjalHK SL
SQM- -VidHK DL
SHI--QfdoM DL

SHI--EfdHM DL
NQM- - VjgHK DL
SQM--vVialHEK DL
SQM- -VidHK DL
TQL--ShlHQ EI
SQM- - ThlHEK SL
SQM- -VidHK DL
SHI--QfaduEM DL
GQL--ShIHR EI
SQM- -VidHK DL

Jak Pseudokinase Sequence Conservation
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|621(580)
Q6Y4Q0 534 1126  -[@@p-H---F--------------
F1PBDO_595_1189
H3ADK6_22_610
GLKHZ7_606_1200
Q6DDJO_546_1139
Jak2_human_529_1116
H2V1W4_515_1120
I3KJTO_513 1117
GLPKC8_569_1171
G3STB4_577_1153
012990_562_1150
G3WN84_561_1153
Q6W5SB1_355_948
GLKI54_559 1153
H3DDQ1_395_969
G5B225_576_1168
HOVSL1_499_1098
F8WAH3_558_ 1147
057612_578_1166
H3ABD2_524_1119
HOV2Z6_556_1148
H2LQD3 521_1110

Q6GPK5_575_1163 ---FESGE-----

G3PKI3_511 1116 @ -LGD-----|=|--------------
BOV237_509 1091 = -QRD-|=---[---------------
GIN138_441 1047 = -¥GD-----|= - - - - - - - - - - - - -~
H2TE39 530_1116 @ -HGGGDNGEE------- D-KFNNN

H2VE41 574_1180
H1A3H7_27_589
C7ATY9 562_1151
H2SBF4_355_996
H3BOL6_509_ 1107
G3PKV8_559 1147
I3K428 523 1114
I31zB2_589_1184
042291 _505_1097
HO0X425 574_1168
G1P7K0_396_ 981
G3TF05_473_1068
FINMJ9 554 1150
P29597_576_1171
Q75R65_529_ 1123
D2GV17_503_1098
Q9PTN6_498_1097
Tyk2_human_576_1166
F7EV03_508_1101
Jak3_human_503_ 1091
G5BSN6_723 1350
G1LYZ3 576_1170
H2M2TI1 581 1165
F1MCX4_575_1169
H2SBF2_535_1131
G3NVWO_582_ 1174
Q9PWDO_515 1100
I3MAEO_504_1097
H2TE42 495 1102
C7ATY6_576_1168
D3z4s5_718_1310
I3JQCO_567_1148
Q9R117 572_1164
HOVRI8 531 1132
Jakl human 561 1154
H2VE42 579 1162
F6V3I2_589 1182
Q9PWD1_530_1117
F1S3L9 566_1169
G3VR92_504_1104
F6X8E5_508_1068
H2L7P7_514 1119

I3M210_601_1192

GLKCEO_530_1126
Q09178 _563_1153
D3ZUV6_649_1241
G9KW4l_102_676

H2LLN7_568_1156
H3C837_398_1006
F7EAS1_502_1096
H2M2B1 532_1128
H2TCV2_510_1100
G3P1H3_515_1105
A0JMO1_530_1122
G3PZA6_518 1120
13J727_537_1129
GIMVV3_535_1025
F7B2N9_488 1076
Q4T1R9_364_1003
C7ATY8 513 1104
HOZIA6_541_1134
CORW38_515_1112
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1636(595)

1658(617)
IL-LLSYGVChM
HIL-AFVHGIC\M
;I -VLLHGVCM
HiL-AFVHGVCM
I -VLLHGVCM

Q6Y4Q0_534_1126
F1PBDO_595_1189
H3ADK6_22_610

GLKHZ7_606_1200
Q6DDJO_546_1139

Jak2 human 529 1116

H2V1W4_515_1120
I3KJTO_513_1117
GLPKC8_569_1171
G3STB4_577_1153

-~-VLNYGVC)Y
-~-ILNYGVC)Y
-~-ILNYGVC)Y
-~-TFVHGVC)Y
-~-AFVHGICHY

HIT-ALLYGVC)Y
HII -VYLYGVC)Y
HIL-LLNYGICH)
HII -VLLHGTIC)Y
BIL-ILNYGVC)Y
HIL-AFLHGVC)Y
HIL-VLLHGVC)
BIL-IFVHGL S)%
HII -VLLYGVC)Y
HIL-VLNYGVC)Y
HIL-AFVHGVC)Y
BHIL-LFVYGVS))
L - VFVHGVC)Y
HIL-VLNYGVC)Y
BIL-LLVYGIS))
GILRIMLLCTV)S
BIL-VHVHGL S)%
HII -VLLYGVC)Y
HIL-VLLHGVSE
HIL-VFVHGV S)%

012990_562_1150
G3WN84_561_1153
Q6WSBL_355_948
GLKI54_559_1153
H3DDQ1_395_969
G5B225_576_1168
HOVSL1_499_1098
F8W4H3_558_1147
057612_578_1166
H3ABD2_524_1119
HOV2Z6_556_1148
H2LQD3 521_1110
Q6GPK5_575_1163
G3PKI3 511 1116
BOV237_509_1091
GIN138_441_1047
H2TE39 530_1116
H2VE41_574_1180
H1A3H7_27_589
C7ATY9 562_1151

H2SBF4_355_996
H3BOL6_509_1107
G3PKV8_559_1147

BIL-LLSYGVC)Y

-~-ILVYGICHY
-~-VFVHGVS)Y%
-~-LLVYGVSh}

I3K428_523_1114
I31ZB2_589 1184
042291_505_1097
HOX425_574_1168

L - VFVYGV S|
L -VLLHEGVS[E
L - AFVHGVC)Y
G1P7KO_396_981 L - VLLHGVCHS
G3TF05_473_1068 EL - VLLHGVCS
FINMJ9_554_1150 I -VFLHGVC)S
P29597_576_1171 L - AFVHGVC|}
Q75R65_529 1123 L - VLNYGVC)Y
D2GV17_503_ 1098 L - VLLHGVCHS
QOPTN6_498_1097 L -LLVYGI S|
Tyk2_human_576_1166 L - AFVHGVC\Y
F7EV03_508_1101 i{H - I LVHGVC\}
Jak3_human_503_1091 L - VLLHGVCS
G5BSN6_723_1350 I -VYLYGVCH
G1LYZ3 576_1170 L -AFVHGIC\Y
H2M2I1 581 1165 I -VLLYGVCES
F1MCX4_575_1169 L - AFVHGV F\}
H2SBF2_535_1131 L - LLSYGVCH
G3NVWO_582_1174 I -VLLYGVCH
Q9PWDO_515_1100 EL-ILVYGV T
I3MAEO_504_1097 L - VLLHGVCS
H2TE42_495_1102 L - VHVHG L S|§
C7ATY6_576_1168 I -VLLYGVCH
D3z4S5_718 1310 L - VLLHGVCS
I3JQC0_567_1148 I -VLLYGVC)

Q9R117_572_1164 L - AFLHGVCHY

HOVRI8_531_1132 L - VLNYGVCH
Jakl human 561 1154 I -VYLYGVCH
H2VE42_579_1162 I - VLLYGVCH
F6V3I2_589 1182 L - AFVHGVCH
Q9PWD1_530_1117 L - VRV HGL S|4
F1S3L9_566_1169 L - VEVHGV Y|
G3VR92_504_1104 L - VLLHGVCJ
F6X8E5_508_1068 P -LLWDP- -
H2L7P7_514_1119 L - ILNYGVCH
I3M210_601_1192 L - AFVHGVC)
G1KCEO_530_1126 L - VLNYGVCH
Q09178_563_ 1153 (I -ALLYGVCH
D32ZUV6_649_1241 L - VLLHGVC
G9KWAl_102_676 L - AFVHGI CH
H2LLN7_568_1156 L - VFVHGV S|
H3C837_398_1006 L - ILNYGVCH
F7EAS1_502_1096 L - VLLHGVC
H2M2B1_532_1128 L - LLNYGVCH
H2TCV2_510_1100 E{L - ILTHGV S
G3P1H3_515_1105 L - LLVYGV S
A0JMO1_530_1122 L - ILNYGVCH
G3PZA6_518_1120 L - LLNFGVCH
13J727_537_1129 L - LLTYGVCH
G1MVV3_535_1025 AFVHGVCH
F7B2N9_488_1076 L - VFLHGVCJ
Q4TIR9_364_1003 L - LLSYGVCH
C7ATY8 513 1104 L - LLVYGV S
HOZIA6_541_1134 I - VLLHGVCH
CORW38_515_1112 L -VLTYGICH
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Q6Y40Q0 534 1126
F1PBDO_595 1189
H3ADK6_22 610
G1KHZ7_606_1200
Q6DDJ0_546_1139
Jak2_human 529 1116
H2vV1w4_515 1120
I3KJTO0_513_1117
G1PKC8 569 1171
G3sSTB4_577_1153
012990_562_1150
G3WN84_561_1153
Q6W5SB1_355_948
G1KI54_559 1153
H3DDQ1 395 969
G5B225_576_1168
HOVSL1_499_ 1098
F8W4H3_558_ 1147
057612 578 1166
H3ABD2 524 1119
HOV2Z6_556_1148
H2LOD3 521 1110
Q6GPK5_575_1163
G3PKI3_ 511 1116
BOV237_509_1091
GIN138_441_1047
H2TE39 530_1116
H2VE41_574_1180
H1A3H7_27_589
C7ATY9 562 1151
H2SBF4_355_996
H3BOL6_509_ 1107
G3PKV8_559 1147
I3K428 523 1114
I3IZB2 589 1184
042291 505_1097
HOX425 574_1168
G1P7KO0_396_981
G3TF05_473_1068
FINMJ9 554 1150
P29597_576_1171
Q75R65_529 1123
D2GV17_503 1098
Q9PTN6_498_1097
Tyk2_human 576_1166
F7EV03_508_ 1101
Jak3_human_503_1091
G5BSN6_723_ 1350
G1lLYZ3 576_1170

H2M2I1 581 1165
FIMCX4_575_1169
H2SBF2_535_1131
G3NVWO_582_1174
Q9PWDO_515_1100
I3MAEO_504_1097
H2TE42_495_1102
C7TATY6_576_1168
D3z4S5_718_1310
I3JQCO_567_1148
Q9R117_572_1164
HOVRI8_531_1132
Jakl human 561 1154

H2VE42_579_1162
F6V3I2_589 1182
Q9PWD1_530_1117
F1S3L9_566_1169
G3VR92_504_1104
F6X8E5_508_1068
H2L7P7_514_1119
I3M210_601_1192
GLKCEO_530_1126
Q09178 563 1153
D3ZUV6_649_1241
G9KW4l_102_676
H2LLN7_568_1156
H3C837_398_1006
F7EAS1_502_1096
H2M2B1 532_1128
H2TCV2_510_1100
G3P1H3 515 1105
A0JMO1_530_1122
G3PZA6_518 1120
13J727_537_1129
GIMVV3_535_1025
F7B2N9_488_1076
Q4T1R9_364_1003
C7ATY8 513 1104
HOZIA6_541_ 1134
CORW38_515_1112
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|691(650)
vNITERAL EFA KA
v P VARV AR4A QB
LTTPLEAF o2 K [of?
IMVGUBAF ThA AP
LTTPLEYF K2 K [ofA
INILERYL ENA K[oBA
VN ILERAL ENYA K[FH
INLLEBYL ENA K[oBA
v P VALRAV AN4A OB
IPSPURIV VENT Pl
LS TARBYF of42 K [ofA
LTTPLBAF KNAA K[oFA
INITURYL ENJA K[oBA
LTTPLEAF K42 K[ohA
VN ILERAL ENYA K[BH
VP LALRAL VYA QBA
VP ASIBAL OMT K[FA
v s PQURAF ThYA K[BH
L S I PLBAF op4A K[ofA
VN IMUBAL ERYA K[BH
VP LALRAL VYA OB
VSV SBYL NNYA K[oBA
IKTEURIF ThAYA R[FA
INILERYL ENA K[oBA
V SV S|IBYL DA K[FA
INILERYL ENYA K[BA
IS GRUBIF INA I[hA
L S I PLRYF op/A K[ofA
VTTGURL ThYA K[BA
VTP QOURSF INA R[PA NY
VNI TURAL ENYA K[BH
VTASIEIL EN4A K[oBA NF
VNS QUBAF INA K[FA
V SV SBYL DAYA K[BA
VS PGURSF IN/A K[PA
VTTSERAL ON4A K [FH
Vv P VARV VYA QBA
V PASIBAL QM T K[FA
V PASIEAL AV K [FH
LTTPLEAF N2 K[oh?
v PMALRAM VYA Q[FH
INILERYL ENA K[oBA
V PASUEIL ON I K[BA NY
V sV S|BAL DAYA K[FH
vV PMARIM VYA QBA
IATIS|RAL ENV R[PA
V PASUEAL AV K [BH
LTTPLEAF KA K[of?
TP VALRYV A4A o[fA

L ST PLEAF oA K [of?
VP LAURAL AR4A QB
VNITURSL EN4A K[oBA
LD T LEBAF QN42 K [of
V SV SBYL DAYA K[BA
V P ASIEAL 0NV K [oBA NY
I SGREBAF I)4A 1[h4
L ST PLBAF 42 K [of?
v S A SiBYL oM T K [h#
LSTSEB4F o042 L[o§A
V PMTRAM VYA QehA
INILEBYL EfA K[ohA
LTTPLEYF K42 K [of?
L S I PLBAF op4A K[ohH
VP VALRAI ThYA QB
VS AHURAL IN4A M[BA
v P LALRYL Aj4a ofehd
V PASUEIL ON4A K[BA
ITASEEYL ON4A K[oBA NY
INIMEBAL ENA K[BA
VPMTRAV ARN4A QB
INILEEYL ENA K[oBA
LSTALBYF 042 K [of?
VPASUEIL O T K[BA NY
v P VARV vi4a ofehd
VNAKUBIAF IN4S I[PA
VN ILERSL EN4A K[oBA NF
v P A SPBYL op4a K [h#
VNITURSL EN4A K[oBA
V SV S|BYL DAYA K[BA
L SMSEBAL D42 K [ofA
INIMUBYL ENYS K[oBA
VNITERYL ENA K[ohA
VNITURSL ENYA K[BA
VP VGUESI ThYA K[PA
VPASUEAL QN T K[FA
VNITURSL EN4A K[oBA
v sV SiBYL D42 K[54
LTTPLRYF K2 K [of7
VN ILERYL EN4A K[oBA




[711(670) |735(695)
Q6Y4Q0_534_1126
F1PBDO_595_1189
H3ADK6_22_ 610
GLKHZ7_606_1200
Q6DDJO_546_1139
Jak2_human_529 1116
H2V1W4_515_1120
I3KJTO 513 1117
GLPKC8_569_1171
G3STB4_577_1153
012990_562_1150
G3WN84_561_1153
Q6WSB1_355_948
GLKI54_559 1153
H3DDQ1_395_969
G5B225_576_1168
HOVSL1_499 1098
F8W4H3_558_1147
057612_578_1166
H3ABD2_524_1119
HOV2Z6_556_1148
H2LQD3_521_1110
Q6GPK5_575_1163
G3PKI3 511 1116
BOV237_509_1091
GIN138_441_1047
H2TE39 530_1116
H2VE41_574_1180
H1A3H7_27_589
C7TATY9 562_1151
H2SBF4_355_996
H3BOL6_509_1107
G3PKV8_559_1147
I3K428_523_1114
I31ZB2_589 1184
042291_505_1097
HOX425_574_1168
GLP7KO_396_981
G3TFO5_473_1068

Q0000000 ae

vwwo9wywwwwwwywwwwwwywyoOwwYywwwywowwyvoywwwyowoowyoyiowiyod o™

Q006060606060 60606060606060000006060606060606an0na

>
o

FINMJ9_554_1150

1
L)
@

P29597_576_1171
Q75R65_529_1123
D2GV17_503_1098
QI9PTN6_498 1097
Tyk2_human_576_1166
F7EV03_508_1101
Jak3_human_503_ 1091
G5BSN6_723 1350
G1LYzZ3 576_1170
H2M2T1 581 1165
F1MCX4 575 1169
H2SBF2 535 1131
G3NVWO_582 1174
Q9PWDO_515_ 1100
I3MAEO_504_1097
H2TE42_ 495 1102
C7ATY6_576_1168
D3z4s5_718_1310
I3JQC0_567_1148
Q9R117_572_1164
HOVRI8 531 1132
Jakl human 561 1154
H2VE42 579 1162
F6V3I2_589 1182
Q9PWD1_ 530 1117
F1S3L9 566_1169
G3VR92_504_1104
F6X8E5_508_1068
H2L7P7_514 1119
I3M210_601_1192
G1KCEO_530_1126
Q09178 563_1153
D3zUV6_649 1241
G9KW41_102_676
H2LLN7_568_1156
H3C837_398_1006
F7EAS1_502_1096
H2M2B1 532 1128
H2TCV2_510_1100
G3P1H3_ 515 1105
AO0JMO1_530_1122
G3PZA6_518 1120
I3J7z27_537_1129
G1MVV3_ 535 1025
F7B2N9 488 1076
Q4T1R9 364_1003
C7ATY8 513 1104
HOZIA6 541 1134
CORW38_515 1112

RRRnwn=RPY

n 2P

P
P
P
B
P
P
P
P
1
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P

Q0000000060660 6060606606n6n0n00n00N0N00G00EeEaeaaa0aan6aaaRRRQQQ

k4




Q6Y4Q0_534_1126
F1PBDO_595_1189
H3ADK6_22_610

GLKHZ7_606_1200
Q6DDJO_546_1139

Jak2_human_529_1116

H2V1W4_515_1120
I3KJTO 513 1117
GLlPKC8_569 1171
G3STB4_577_1153
012990_562_1150
G3WN84_561_1153
Q6WSB1_355_948

GLKI54_559 1153
H3DDQ1_395_969

G5B225_576_1168
HOVSL1_499 1098
F8WAH3_558_1147
057612_578_1166
H3ABD2_524_1119
HOV2Z6_556_1148
H2LQD3_521_1110
Q6GPK5_575_1163
G3PKI3 511 1116
BOV237_509_1091
GIN138_441_1047
H2TE39 530_1116
H2VE41_574_1180

H1A3H7 27_589

C7TATY9 562_1151
H2SBF4_355_996

H3BOL6_509_1107
G3PKV8_559_1147
I3K428_523 1114
I31ZB2_589_1184
042291_505_1097
HOX425_574_1168
GLP7KO_396_981

G3TFO5_473_1068
FINMJ9_554_1150
P29597 576_1171
Q75R65_529 1123
D2GV17_503_1098
QOPTN6_498_ 1097

Tyk2_human_576_1166

F7EV03_508_1101

Jak3_human_503_ 1091

G5BSN6_723_1350
GlLYz3 576_1170
H2M2I1 581 1165
FIMCX4_575_1169
H2SBF2_535_1131
G3NVWO_582_1174
Q9PWDO_515_1100
I3MAEO_504_1097
H2TE42_495_1102
CTATY6_576_1168
D3z4S5_718_1310
I3JQCO_567_1148
Q9R117 572_1164
HOVRI8_531_1132

Jakl human 561 1154

H2VE42_579_1162
F6V3I2_589 1182
QOPWD1_530_1117
F1S3L9_566_1169
G3VR92_504_1104
F6X8E5_508_1068
H2L7P7_514_1119
I3M210_601_1192
GLKCEO_530_1126
Q09178 563 1153
D3ZUV6_649_1241
G9KW4l_102_676

H2LLN7_568_1156
H3C837_398_1006
F7EAS1_502_1096
H2M2B1 532_1128
H2TCV2_510_1100
G3P1H3_515_1105
A0JMO1_530_1122
G3PZA6_518_ 1120
13J727_537_1129
G1MVV3_535_1025
F7B2N9_488_1076
Q4TIR9 364_1003
C7ATY8 513 1104
HOZIA6_541_ 1134
CORW38 515 1112

P ISP

I PAHSIRPIACPIP IS

<

S<R<CAAP<C<C<K<RRELCCAEPPCACAIPCACAPAIPCCAIPQCIPAIRCAIPIPLICAQPELIIPICEPIIRSISCSS

PLD--VLADJ
SRE--ERTIE}:
SRE--ECVE}
SREGKERYV D}
TRQ--ERVE}}
PKD--ILQE}
PKE--ILVE}:
PKE--ILTIE}i
SRE--ERVE}
SRE--ECVD}
SRQ--ECVE}:
PRE--ILLE}3
SKQ--ECVE}:
PKE--ILVE}:
SRE--ERVE}
SLE--MLTD|}:
SQG--ERVE}
TRE--ECVH)3
PKD--ILIE}:
SRE--ERVE}
DKD--VILDJ}
SRE--ERVE}
PKE--ILTIE}
GKD--VVLDJ
PRD--ILLE}i
ERE--ERLE}]
TRE--ECVH)}

ARD--TLG S}

SRE--ERLEJ
PRE- - ILVDJ:
AKE--MC IDJ3
SRE--ERLEJ
GKD - -VILDJ
SRE--ERLEJ3
AKE - -WLVE}
SRE--ERVE}:!
CMD--RSLAJ
SLE--MLTDJ3l
SRQ--ECVE}
SRE--ERVE}
PRD--ILLEJ
NRE--ML T D3
GKD - - VVLDJ3l
SRE--ERVE}:!
DEE--LLAE}
SLE--MLTDJ3l
SRQ--ECTIE}
SRE--ERVEJ
TRE - -ECV HJl
SRE--ERVE}!
PRE - - ILVDJ:
TRE - - ECV R}l
GKD- -V IVDJl
SLE--MLTDJ3l
ERE--ERLE3
TRE--ECV H
SLE--MLT D}l
TRE--ECV H
SRE--ERVE}
PKD--ILQEJ
SRQ--ECTIE}
TRE--ECV HJ
SRE--ERVE}:!
TRE--ERLEJ3
SRE--ERVE}:!
TKE--MLT D}l
AKE--LLTDJ
PKE--IVIE}:l
SRE--ERVE}
PKD--ILLEJ:
SRE--ECVDJ3l
SLE--MLTDJ3l
SRE--ERVE}:!
TRE--ERLDJ3
PKT--VLVE}
TKE--ML T D}l
PRE--VLVE}
GKD - -VVVDJl
GKE--VTLDJ3
PKE--ILLEJ
PRE - -VLVE}l
PRE--VLVE}
TRE--ERVDJ3
SLE--MLTDJ3l
PLD--VLADJ
GKD - -VILDJl
SRQ--ERVE}
PRE--ILVEJ

vywwwywwwwwwywwwywwwwywowwyowwtyoyiowyuod oo

)

wwwwwwwwywywwwywwwywywwwywwwywwwwywwwywwwwwwywwwwwwywwwywwwwwwywwwwwwywwwowwyowgiyuogiod g o

HHS<<HH<<HSHHSHASHESHHPRSS<S<HHHHCS

<

< HS<AAdHKIIIA<AA<LHH<LIHLIHL<LA<LHHHHHSHHSHHS<IHLSHHHHSPPILIIHEPFHSOIRIHSHSSH

1761(721)

|785(745)

HEEAEEABEAEBAEEAEAEEDEAEBEEE A AR AR BEEAE

=

HEHEEEEAEEAFAEEREAEAEEER AR AR EREEE

cCsaG
CFD
CYN
CFD
CFN
CcCsaG
CcsaG
CcSsG
CFD
CDT
CYN
CYN
YCG
CYN
CsaG
CFN
FSG
CNN
CYD
cCsaG
CFD
FNN
CFN
CcSsG
FNG
CcSsG
CYN
CYD

FSG

CNN
css
FSG
CYD
FNN
YNN
FSG
CFD
REG
FSG
CYN
CFD
CcsaG
FSG
FNN
CFD
FND
FSG
CYN
CFD
CYD
CFD
css
CYD
FNN
FSG
CYN
CYD
FSG
CYD
CFD
CcCsaG
CYN
CYD
CFD
CYN
CFD
FSG
FSG
CcCsaG
CFD
cCsaG
CYN
FSG
CFD
CNN
CcSsG
FSG
[o-Ne
FNN
FNN
YSG
cCsaG
CSsG
CFD
FSG
[o-Ne
FNN
CYN
CcsG



Q6Y4Q0_534_1126
F1PBDO_595 1189
H3ADK6_22_610
G1KHZ7_606_1200
Q6DDJO_546_1139
Jak2_human_529 1116
H2V1Ww4_515 1120
I3KJTO_513 1117
G1PKC8 569 1171
G3STB4_577_1153
012990_562_1150
G3WN84_561_1153
Q6W5B1_355_ 948
G1lKI54_559 1153
H3DDQ1 395 969
G5B225_576_1168
HOVSL1_499 1098
F8W4H3_ 558 1147
057612_578_1166
H3ABD2 524 1119
HOV2z6_556_ 1148
H2LOD3 521 1110
Q6GPK5_575_1163
G3PKI3 511 1116
BOV237_509_1091
G1N138_441 1047
H2TE39 530_1116
H2VE41_574_1180
H1A3H7_ 27_589
C7ATY9 562 1151
H2SBF4_355_ 996
H3BOL6_509_1107
G3PKV8_559 1147
I3K428 523 1114
I3IzB2_589_1184
042291 505_1097
HOX425_574_1168
G1P7K0_396_981
G3TF05_473_1068
FINMJ9 554_1150
P29597_576_1171
Q75R65_529 1123
D2GV17_503_1098
Q9PTN6_498_1097
Tyk2_human_576_1166
F7EV03_508_ 1101
Jak3_human_ 503 1091
G5BSN6_723_1350
G1lLYz3_576_1170
H2M2I1 581 1165
F1MCX4 575 1169
H2sSBF2_535_1131
G3NVWO_582_ 1174
Q9PWDO_515_1100
I3MAEO_504_1097
H2TE42_ 495 1102
C7ATY6_576_1168
D3z4s5_718_1310
I3JQC0_567_1148
Q9R117 572 1164
HOVRI8 531 1132

Jakl human 561 1154
H2VE42_579_1162
F6V3I2_589 1182
Q9PWD1_530_1117
F1S3L9_566_1169
G3VR92_504_1104
F6X8E5_508_1068
H2L7P7_514_1119
I3M210_601_1192
GLKCEO_530_1126
Q09178 563 1153
D3ZUV6_649_ 1241
G9KW4A1l_102_676
H2LLN7_568_1156
H3C837_398_1006
F7EAS1_502_1096
H2M2B1 532_1128
H2TCV2_510_1100
G3P1H3_515_1105
A0JMO1_530_1122
G3PZA6_518_ 1120
13J727_537_1129
GIMVV3_535_1025
F7B2N9_488_1076
Q4T1R9_364_1003
C7ATY8 513 1104
HOZIA6_541_ 1134
CORW38_515_1112

DO A<PYPOOOOOONOONOOYOOOAYOAOANOAOQOOOOOONOODOMODHOQOMDOOAOA<KOOOHODO<OOOOOOOOOONOO OO PahahddedyPYreanenohaeayPeoeonao

PLS
PLOQ
PLK
PLK
PLK
PLS
PLA
PLA
PLQ
SAL
PLK
PLK
PLA
PLK
PLA
PLOQ
PTR
HVS
PLK
PLG
PLOQ
LLQ
PLK
PLA
PLQ
PLS
PIS
PLK
PLS
PLS
PLS
PLS
PMS
LLR
PFN
PVS
PLOQ
PIS
PIS
PLK
PLQ
PLS
PIS
PLOQ
PLOQ
PLS
PIS
PLK
PLQ
PLK
PLQ
PLS
PLK
PLL
PLI
PIS
PLK
HIT
PLK
PLOQ
PLS
PLK
PLK
PLQ
PMS
PLOQ
PLS
PLS
PLG
PLQ
PLG
PLK
HIT
PLOQ
PIS
PLA
PIS
PLS
PLL
PLL
PLT
PLS
PLS
PLK
PIS
PLS
PLR
PLK
PLA

|805(765)

LDSSK-[ARLE- - -F3
RGP SE -J4E Cl3
KTLAE -JqE MJ3
RTP SE -J4E Rf3
RTLAE -J4E R}3
LDSQR -JdL Q3
LDNTK -J4I Lf3
LDN SK -J4T L}z
RSPAE -|4E Y3
FNPAOQ -[]P L}
KKLSE -J4E R}
KTLAE -J4E Rf3
YDTAK -J4L Lf3
KTLAE -J4E Rf3
LDNTN - 4T L§3
HTP SE - J4E R}z
LDPAK -J4L Rf3
STLSE -§40R}3
KKLTE QJJE R
LDSST-J4L of3
RAPSE -J4E R}3
WNLEK -0 K3
RTPPE -J4E Rf3
LDNSK -JoT L3
LDLMOQ -J4L of3
LDS SR -J4L 0f3
S--SE -J4ER[3
KKLTE -J4E Rf3
LEPQR -J4L Ef3
STLSE -J4E R}j
LDS SK-J4R L3
LEPSR-|dLE3
GTLSE -J4E Rf3
WNLDQ -JdK ofa
NTLSE -J4E Rf3
LEPQK -J4L 0f3
RGP SE -J4E R}z
LEPAK - 9L Q3
LDPAK -J4L of3
KTLAE -J4E R}3
RSPSE -J4E Hf3
LDS SR -J4L 0f3
LDPAK -JdL Q3
ODLTIH-}40 of3
RSPSE -|dE H|3
EDPST -J4L 0f3
LDPAK -J4L Of3
KTLIE-J4ERf3
RGP SE -J4E Cf3

LEPAK -J4L o}
LDCSK -|dF L3
WDLDM -}4Q K3
WELEK -J4E ofj
LDSQR -JdL Q3
LDCSK -J{N L3
LDCSK -J4N L3
RTPAE -|4E R
LDPAK -J4L o}
LDSSK-|4R L3
WDLD Q - 4R L3
KTLAE -J4E R}
MDN S K - ji{H L3

PAPKW
PQPSC
APPSC
PEPSF
VAPSC
PAPKW
PAPKW
PAPKW
PEPSC
PVLST
ATPDC
VTPSC
PAPKW
RTPSC
PAPKW
PKPLC
PAPRW
AVPSS
ATPDC
PAPKW
PEPAC
PPSQW
PEPSC
PAPKW
PTLEW
PAPNW
PVLSS
ATPDC
PAPKW
AEPSS
PAPKW
PAPKW
AEPLS
PPSQW
AEPSS
PAPRW
PEPSC
PAPKW
PAPKW
ITPSC
PEPSC
PAPNW
PAPKW
PALEW
PEPSC
PSPHW
PAPKW
VTPSC
PQPSC
VTPDC
PEPSC
PAPKW
ATPEC
PPSQW
PAPKW
PVLSS
ATPDC
PALKW
ATPDC
PEPSC
PAPKW
VTPSC
ATPDC
QEPSC
PVLSS
PEPSC
PALKW
PAPKW
PAPKW
PEPSC
PAPNW
ASPDC
PALKW
PQPSC
TEPSS
PAPKW
PALKW
PAPKW
PPSQW
PPSQW
PAPKW
PAPKW
PAPKW
PEPSC
PAPKW
PAPKW
PPSEW
ATPSC
PAPKW

A
A
A
A
A
A
A
A
A
A
A
A
A
A
A
A
A
A
A
A
A
A
A
A
A
A
S
A
A
A
A
A
A
A
A
A
A
A
A
A
A
A
A
A
A
A
A
A
A
A
A
A
A
A
A
S
A
A
A
A
A
A
A
A
S
A
A
A
A
A
A
A
E
A
A
A
A
A
A
A
A
A
A
A
A
A
A
A
A

1830(790)



|841(801)

Q6Y4Q0_534_1126
F1PBDO_595_1189
H3ADK6_22_ 610
GLKHZ7_606_1200
Q6DDJO_546_1139
Jak2_human_529 1116
H2V1W4_515_1120
I3KJTO 513 1117

NPLDIS
NPDIVS

G1PKC8 569 1171
G3STB4_577_1153
012990 _562_1150
G3WN84_561_1153
Q6W5B1_355 948
G1lKI54_559 1153
H3DDQ1 395 969 = BERMIRAIIBNIDLHSLF----TP-------------—-—-----—-———-
G5B225_576_1168
HOVSL1_499 1098
F8W4H3 558 1147
057612_578_1166
H3ABD2 524 1119
HOV2z6_556_ 1148
H2LQOD3 521 1110
Q6GPK5_575_1163
G3PKI3_511_1116
BOV237_509_1091
G1N138_ 441 1047
H2TE39 530_1116
H2VE41_574_1180 EKTHSCGCSKDVCISTCLHSSDPSI- -
H1A3H7_27_589
C7ATY9 562 1151
H2SBF4_355_ 996
H3BOL6_509_1107
G3PKV8_559 1147
I3K428 523 1114
I3IzB2_589_1184
042291 505_1097
HOX425_574_1168
G1P7K0_396_981
G3TF05_473_1068
FINMJ9 554_1150
P29597_576_1171
Q75R65_529 1123
D2GV17_503_1098
QI9PTN6_498_ 1097
Tyk2_human_576_1166
F7EV03_508_ 1101
Jak3 human 503 1091
G5BSN6_723 1350
G1lLYz3 576_1170
H2M2T1 581 1165
F1MCX4_575_1169
H2SBF2_535_1131
G3NVWO_582_1174
Q9PWDO_515 1100
I3MAEO_504_1097
H2TE42_495_1102 NK--SIYFFLPFIFVFLYQRHNL-DI
C7ATY6_576_1168
D3z4S5_718_ 1310
I3JQC0_567_1148
Q9R117 _572_1164
HOVRI8 531 1132

Jakl human 561 1154
H2VE42_579_1162 IMASDPSI--
F6V3I2_589 1182
Q9PWD1_530_1117
F1S3L9 566_1169
G3VR92_504_1104
F6X8E5 508 1068
H2L7P7_514_ 1119
I3M210_601_1192
G1KCEO_530_1126
009178 563 1153
D3zUV6_649 1241
G9KW41_102_676
H2LLN7_568_1156
H3C837_398 1006 @ BSBRSIRAIIPNIDLHSLF----TP--------—--—-—-—-—--——-—--——-——-—
F7EAS1_502_1096
H2M2B1 532 1128
H2TCV2_510_1100
G3P1H3_ 515 1105
AO0JMO1_530_1122
G3PZA6_518 1120
I3J7z7_537_1129
G1MVV3_535_ 1025
F7B2N9 488 1076
Q4T1R9 364_1003
C7ATY8 513 1104
HOZIA6 541 1134
CORW38_ 515 1112

DYELLS
DYELLS
NPDIVS

2
L]
0]
H
1
1

SDI
VN
ST
VN
KS
NDM
SDI
SDI

VN
Vs -
PV-
KQ -
SDT
KK -

LN-
PAP
EC -
PK -
SDM

TEP

PTP

NDM
PTP
TGT
VN -
SKG
PTP
KT -
VN -
TK-
Vs -
SDM
PQ-
TEP
PTP
_S_
PK -
PTP
PQ-
VN -
NDM
KK -
PK -
MS -
_S_
VN -
LSP
LSP
SDI
IN-
NDM
PV -
PTP
VN -
_T_

LSP
SDM
TEP
TEP
TDF
SDM
SDM
VN -
PTP
SDI
AEP
KK -
SDI



>Human_Jakl

> UniRef90 G3P1H3
<http://www.uniprot.org/uniref/UniRef90 G3P1H3> 515 1105 |
Tyrosine-protein kinase n=1 Tax=Gasterosteus aculeatus RepID=G3P1H3 GASAC

> UniRef90 I3JQCO
<http://www.uniprot.org/uniref/UniRef90_ I3JQCO> 567 1148 |
Uncharacterized protein n=2 Tax=Oreochromis niloticus RepID=I3JQCO_ ORENI

> UniRef90 Q9PTN6
<http://www.uniprot.org/uniref/UniRef90 Q9PTN6> 498 1097 |
Tyrosine-protein kinase n=1 Tax=Cyprinus carpio RepID=Q9PTN6 CYPCA

> UniRef90 G1KI54
<http://www.uniprot.org/uniref/UniRef90 G1KI54> 559 1153 |
Uncharacterized protein (Fragment) n=2 Tax=Anolis carolinensis RepID=G1KI54 ANOCA

> UniRef90 G3WN84
<http://www.uniprot.org/uniref/UniRef90 G3WN84> 561 1153 |
Tyrosine-protein kinase n=4 Tax=Metatheria RepID=G3WN84 SARHA

> UniRef90 Q9PWD1
<http://www.uniprot.org/uniref/UniRef90 Q9PWD1> 530 1117 |
Tyrosine-protein kinase n=3 Tax=Tetraodon RepID=Q9PWD1l TETFL

> UniRef90 H2V1W4
<http://www.uniprot.org/uniref/UniRef90 H2V1W4> 515 1120 |
Tyrosine-protein kinase n=2 Tax=Tetraodontidae RepID=H2V1W4 TAKRU

> UniRef90 F6V3I2
<http://www.uniprot.org/uniref/UniRef90 F6V3I2> 589 1182 |
Tyrosine-protein kinase n=3 Tax=Metatheria RepID=F6V3I2_ MONDO

> UniRef90 F1NMJ9
<http://www.uniprot.org/uniref/UniRef90 FINMJ9> 554 1150 |
Tyrosine-protein kinase n=5 Tax=Phasianidae RepID=F1NMJ9 CHICK

> UniRef90 Q6GPK5
<http://www.uniprot.org/uniref/UniRef90 Q6GPK5> 575 1163 |
Tyrosine-protein kinase n=3 Tax=Xenopus RepID=Q6GPK5 XENLA

> UniRef90 H2TCV2
<http://www.uniprot.org/uniref/UniRef90 H2TCV2> 510 1100 |
Tyrosine-protein kinase (Fragment) n=3 Tax=Takifugu rubripes RepID=H2TCV2_ TAKRU

> UniRef90_H2SBF2
<http://www.uniprot.org/uniref/UniRef90 H2SBF2> 535 1131 |
Tyrosine-protein kinase (Fragment) n=3 Tax=Takifugu rubripes RepID=H2SBF2 _ TAKRU

> UniRef90 F1PBDO
<http://www.uniprot.org/uniref/UniRef90 F1PBD0> 595 1189 |
Tyrosine-protein kinase (Fragment) n=1 Tax=Canis lupus familiaris
RepID=F1PBD0_CANFA

> UniRef90 CORW38
<http://www.uniprot.org/uniref/UniRef90 CORW38> 515 1112 |
Tyrosine-protein kinase n=7 Tax=root RepID=CORW38 DANRE



> UniRef90 C7ATY6
<http://www.uniprot.org/uniref/UniRef90 C7ATY6> 576 1168 |
Tyrosine-protein kinase n=1 Tax=Siniperca chuatsi RepID=C7ATY6_ SINCH

> UniRef90 P29597
<http://www.uniprot.org/uniref/UniRef90 P29597> 576 1171 | Non-receptor
tyrosine-protein kinase TYK2 n=21 Tax=Simiiformes RepID=TYK2 HUMAN

> UniRef90 I3M210
<http://www.uniprot.org/uniref/UniRef90 I3M210> 601 1192 |
Uncharacterized protein (Fragment) n=2 Tax=Eutheria RepID=I3M210 SPETR

> UniRef90 A0JMO1
<http://www.uniprot.org/uniref/UniRef90 AO0JMO1> 530 1122 |
Tyrosine-protein kinase n=4 Tax=Xenopus RepID=A0JMO1 XENTR

> UniRef90 H2VE42
<http://www.uniprot.org/uniref/UniRef90 H2VE42> 579 1162 |
Tyrosine-protein kinase n=1 Tax=Takifugu rubripes RepID=H2VE42 TAKRU

> UniRef90 H2L7P7
<http://www.uniprot.org/uniref/UniRef90 H2L7P7> 514 1119 |
Tyrosine-protein kinase n=2 Tax=Oryzias latipes RepID=H2L7P7_ ORYLA

> UniRef90 I3J7Z7
<http://www.uniprot.org/uniref/UniRef90 I3J72Z7> 537 1129 |

> UniRef90_06Y400
<http://www.uniprot.org/uniref/UniRef90_ 0Q6Y400> 534 1126 |
Tyrosine-protein kinase n=3 Tax=Tetraodon RepID=Q6Y4Q0 TETFL

> UniRef90 H2LQD3
<http://www.uniprot.org/uniref/UniRef90 H2LQOD3> 521 1110 |
Tyrosine-protein kinase n=1 Tax=Oryzias latipes RepID=H2LQD3 ORYLA

> UniRef90 Q6DDJO
<http://www.uniprot.org/uniref/UniRef90_ Q6DDJ0> 546 1139 |
Tyrosine-protein kinase n=3 Tax=Xenopus RepID=Q6DDJ0 XENLA

> UniRef90 G1KHZ7
<http://www.uniprot.org/uniref/UniRef90 G1KHZ7> 606 1200 |
Tyrosine-protein kinase (Fragment) n=1 Tax=Anolis carolinensisRepID=GlKHZ7_ ANOCA

> UniRef90 H2M2Bl1
<http://www.uniprot.org/uniref/UniRef90 H2M2B1> 532 1128 |
Tyrosine-protein kinase (Fragment) n=1 Tax=Oryzias latipes RepID=H2M2Bl1 ORYLA

> UniRef90_ G5BSN6
<http://www.uniprot.org/uniref/UniRef90 G5BSN6> 723 1350 |
Tyrosine-protein kinase JAKl n=4 Tax=Theria RepID=G5BSN6_ HETGA

> UniRef90 G9KW41
<http://www.uniprot.org/uniref/UniRef90 G9KW41> 102 676 |
Tyrosine kinase 2 (Fragment) n=1 Tax=Mustela putorius furo RepID=G9KW41] MUSPF

> UniRef90 G3VR92
<http://www.uniprot.org/uniref/UniRef90 G3VR92> 504 1104 |
Tyrosine-protein kinase n=1 Tax=Sarcophilus harrisii RepID=G3VR92_ SARHA



> UniRef90 G3TFO05
<http://www.uniprot.org/uniref/UniRef90 G3TF05> 473 1068 |
Tyrosine-protein kinase (Fragment) n=2 Tax=Loxodonta africana RepID=G3TF05 LOXAF

> UniRef90 I3IZB2
<http://www.uniprot.org/uniref/UniRef90 I3IZB2> 589 1184 |
Uncharacterized protein (Fragment) n=1 Tax=Oreochromis niloticus RepID=I3IZB2_ ORENI

> UniRef90 H2M2I1
<http://www.uniprot.org/uniref/UniRef90 H2M2I1> 581 1165 |
Tyrosine-protein kinase n=1 Tax=Oryzias latipes RepID=H2M2I1l ORYLA

> UniRef90 H3ADK6
<http://www.uniprot.org/uniref/UniRef90 H3ADK6> 22 610 |
Uncharacterized protein (Fragment) n=1 Tax=Latimeria chalumnae RepID=H3ADK6 LATCH

> UniRef90 012990
<http://www.uniprot.org/uniref/UniRef90_012990> 562 1150 |
Tyrosine-protein kinase JAKl n=5 Tax=Danio rerio RepID=JAK1l DANRE

> UniRef90 BOV237
<http://www.uniprot.org/uniref/UniRef90_ BOV237> 509 1091 |
Tyrosine-protein kinase (Fragment) n=2 Tax=Danio rerio RepID=B0V237_ DANRE

> UniRef90 H3C837
<http://www.uniprot.org/uniref/UniRef90 H3C837> 398 1006 |
Uncharacterized protein (Fragment) n=1 Tax=Tetraodon nigroviridis
RepID=H3C837_TETNG

> UniRef90 H2TE42
<http://www.uniprot.org/uniref/UniRef90 H2TE42> 495 1102 |
Tyrosine-protein kinase (Fragment) n=1 Tax=Takifugu rubripes RepID=H2TE42 TAKRU

> UniRef90 GI1LYZ3
<http://www.uniprot.org/uniref/UniRef90 G1LYZ3> 576 1170 |
Tyrosine-protein kinase (Fragment) n=4 Tax=Caniformia RepID=G1LYZ3 AILME

> UniRef90 C7ATYS8
<http://www.uniprot.org/uniref/UniRef90 C7ATY8> 513 1104 |
Tyrosine-protein kinase n=2 Tax=Percoidei RepID=C7ATY8 SINCH

> UniRef90 F7EAS1
<http://www.uniprot.org/uniref/UniRef90 F7EAS1> 502 1096 |
Uncharacterized protein n=4 Tax=Monodelphis domestica RepID=F7EAS1 MONDO

> UniRef90 042291
<http://www.uniprot.org/uniref/UniRef90_ 042291> 505 1097 |
Tyrosine-protein kinase n=3 Tax=Phasianidae RepID=042291 CHICK

> UniRef90 F1MCX4
<http://www.uniprot.org/uniref/UniRef90 F1MCX4> 575 1169 |
Tyrosine-protein kinase n=1 Tax=Bos taurus RepID=F1MCX4 BOVIN

> UniRef90 F7B2N9
<http://www.uniprot.org/uniref/UniRef90 F7B2N9> 488 1076 |
Uncharacterized protein n=1 Tax=Equus caballus RepID=F7B2N9 HORSE

> UniRef90 HOVSL1
<http://www.uniprot.org/uniref/UniRef90 HOVSL1> 499 1098 |



Tyrosine-protein kinase n=2 Tax=Cavia porcellus RepID=HOVSL1l CAVPO

> UniRef90 G3PKI3
<http://www.uniprot.org/uniref/UniRef90 G3PKI3> 511 1116 |
Tyrosine-protein kinase n=1 Tax=Gasterosteus aculeatus RepID=G3PKI3_ GASAC

> UniRef90 009178
<http://www.uniprot.org/uniref/UniRef90 0Q09178> 563 1153 |
Tyrosine-protein kinase JAKl n=1 Tax=Cyprinus carpio RepID=JAKl CYPCA

> UniRef90 I3K428
<http://www.uniprot.org/uniref/UniRef90 I3K428> 523 1114 |
Uncharacterized protein n=2 Tax=Oreochromis niloticus RepID=I3K428 ORENI

> UniRef90 Q4T1R9

<http://www.uniprot.org/uniref/UniRef90 Q4T1R9> 364 1003 | Chromosome 4

SCAF10492, whole genome shotgun sequence. (Fragment) n=1 Tax=Tetraodon nigroviridis
RepID=Q4T1R9_TETNG

> UniRef90 I3KJTO
<http://www.uniprot.org/uniref/UniRef90 I3KJTO0> 513 1117 |
Uncharacterized protein n=3 Tax=Perciformes RepID=I3KJTO_ ORENI

> UniRef90_H2SBF4
<http://www.uniprot.org/uniref/UniRef90 H2SBF4> 355 996 |
Uncharacterized protein n=1 Tax=Takifugu rubripes RepID=H2SBF4 TAKRU

> UniRef90 H3DDQ1
<http://www.uniprot.org/uniref/UniRef90 H3DDQ1> 395 969 |
Tyrosine-protein kinase (Fragment) n=1 Tax=Tetraodon nigroviridis
RepID=H3DDQ1l TETNG

> UniRef90 Q6W5B1
<http://www.uniprot.org/uniref/UniRef90 Q6W5B1> 355 948 | TEL/JAK2
fusion protein n=1 Tax=Danio rerio RepID=Q6W5B1_ DANRE

> UniRef90_ Q9PWDO
<http://www.uniprot.org/uniref/UniRef90_ Q9PWDO> 515 1100 |
Tyrosine-protein kinase n=3 Tax=Tetraodon RepID=Q9PWDO TETFL

> UniRef90 HO0X425
<http://www.uniprot.org/uniref/UniRef90 H0X425> 574 1168 |
Tyrosine-protein kinase n=1 Tax=0Otolemur garnettii RepID=H0X425 OTOGA

> UniRef90 Q9R117
<http://www.uniprot.org/uniref/UniRef90 Q9R117> 572 1164 | Non-receptor
tyrosine-protein kinase TYK2 n=10 Tax=Muroidea RepID=TYK2 MOUSE

> UniRef90 G1P7KO
<http://www.uniprot.org/uniref/UniRef90 G1P7K0> 396 981 |
Tyrosine-protein kinase (Fragment) n=1 Tax=Myotis lucifugus RepID=G1lP7K0_MYOLU

> UniRef90 HOZIA6
<http://www.uniprot.org/uniref/UniRef90 HOZIA6> 541 1134 |
Uncharacterized protein n=2 Tax=Taeniopygia guttata RepID=HO0ZIA6 TAEGU

> UniRef90 G5B225
<http://www.uniprot.org/uniref/UniRef90 G5B225> 576 1168 |
Tyrosine-protein kinase n=1 Tax=Heterocephalus glaber RepID=G5B225 HETGA



> UniRef90 D3ZUV6
<http://www.uniprot.org/uniref/UniRef90 D3ZUV6> 649 1241 |
Tyrosine-protein kinase n=1 Tax=Rattus norvegicus RepID=D3ZUV6_ RAT

> UniRef90 057612
<http://www.uniprot.org/uniref/UniRef90 057612> 578 1166 |
Tyrosine-protein kinase n=4 Tax=Tetraodontidae RepID=057612 TETFL

> UniRef90 HOV2Z6
<http://www.uniprot.org/uniref/UniRef90 HOV2Z6> 556 1148 |
Tyrosine-protein kinase (Fragment) n=2 Tax=Cavia porcellus RepID=H0V2Z6_ CAVPO

> UniRef90_F1S3L9
<http://www.uniprot.org/uniref/UniRef90 F1S3L9> 566 1169 |
Uncharacterized protein n=3 Tax=Sus scrofa RepID=F1S3L9 PIG

> UniRef90_ G3PKV8
<http://www.uniprot.org/uniref/UniRef90 G3PKV8> 559 1147 |
Tyrosine-protein kinase n=2 Tax=Gasterosteus aculeatus RepID=G3PKV8_ GASAC

> UniRef90_ G1KCEO
<http://www.uniprot.org/uniref/UniRef90 G1lKCEO> 530 1126 |
Tyrosine-protein kinase n=2 Tax=Anolis carolinensis RepID=GlKCEO_ ANOCA

> UniRef90 C7ATY9
<http://www.uniprot.org/uniref/UniRef90 C7ATY9> 562 1151 |
Tyrosine-protein kinase n=1 Tax=Siniperca chuatsi RepID=C7ATY9 SINCH

> UniRef90 H3ABD2
<http://www.uniprot.org/uniref/UniRef90 H3ABD2> 524 1119 |
Tyrosine-protein kinase n=1 Tax=Latimeria chalumnae RepID=H3ABD2 LATCH

> UniRef90_ G3NVWO
<http://www.uniprot.org/uniref/UniRef90 G3NVW0> 582 1174 |
Tyrosine-protein kinase n=1 Tax=Gasterosteus aculeatus RepID=G3NVWO0_ GASAC

> UniRef90 H2VE41l
<http://www.uniprot.org/uniref/UniRef90 H2VE41> 574 1180 |
Tyrosine-protein kinase n=2 Tax=Tetraodontidae RepID=H2VE41l TAKRU

> UniRef90 I3MAEO
<http://www.uniprot.org/uniref/UniRef90 I3MAEO> 504 1097 |
Uncharacterized protein n=1 Tax=Ictidomys tridecemlineatus RepID=I3MAE(O_ SPETR

> UniRef90 D3Z4S5
<http://www.uniprot.org/uniref/UniRef90 D3Z4S5> 718 1310 |
Tyrosine-protein kinase n=2 Tax=Mus musculus RepID=D37Z4S5 MOUSE

> UniRef90 F8W4H3
<http://www.uniprot.org/uniref/UniRef90 F8W4H3> 558 1147 |
Tyrosine-protein kinase n=3 Tax=Danio rerio RepID=F8W4H3 DANRE

> UniRef90 F7EV03
<http://www.uniprot.org/uniref/UniRef90 F7EV03> 508 1101 |
Tyrosine-protein kinase n=3 Tax=Xenopus (Silurana) tropicalis RepID=F7EV03 XENTR

> UniRef90 Q75R65
<http://www.uniprot.org/uniref/UniRef90 Q75R65> 529 1123 |



Tyrosine-protein kinase JAK2 n=7 Tax=Neognathae RepID=JAK2 CHICK

> UniRef90 HOVRIS
<http://www.uniprot.org/uniref/UniRef90 HOVRI8> 531 1132 |
Tyrosine-protein kinase n=1 Tax=Cavia porcellus RepID=HOVRI8 CAVPO

> UniRef90 G1PKC8
<http://www.uniprot.org/uniref/UniRef90 G1PKC8> 569 1171 |
Tyrosine-protein kinase (Fragment) n=1 Tax=Myotis lucifugus RepID=G1PKC8 MYOLU

> UniRef90 GIN138
<http://www.uniprot.org/uniref/UniRef90 G1N138> 441 1047 |
Uncharacterized protein (Fragment) n=2 Tax=Meleagris gallopavo RepID=G1N138 MELGA

> UniRef90 H2LLN7
<http://www.uniprot.org/uniref/UniRef90 H2LLN7> 568 1156 |
Tyrosine-protein kinase n=1 Tax=Oryzias latipes RepID=H2LLN7_ ORYLA

> UniRef90 D2GV17
<http://www.uniprot.org/uniref/UniRef90 D2GV17> 503 1098 |
Tyrosine-protein kinase (Fragment) n=5 Tax=Caniformia RepID=D2GV17_ AILME

> UniRef90 H2TE39
<http://www.uniprot.org/uniref/UniRef90 H2TE39> 530 1116 |
Tyrosine-protein kinase (Fragment) n=1 Tax=Takifugu rubripes RepID=H2TE39 TAKRU

> UniRef90 H3BOL6
<http://www.uniprot.org/uniref/UniRef90 H3BOL6> 509 1107 |
Tyrosine-protein kinase (Fragment) n=1 Tax=Latimeria chalumnae RepID=H3BO0L6 LATCH

> UniRef90 G3PZA6
<http://www.uniprot.org/uniref/UniRef90 G3PZA6> 518 1120 |
Tyrosine-protein kinase n=1 Tax=Gasterosteus aculeatus RepID=G3PZA6_ GASAC

> UniRef90 H1A3H7
<http://www.uniprot.org/uniref/UniRef90 H1A3H7> 27 589 |
Uncharacterized protein (Fragment) n=1 Tax=Taeniopygia guttata RepID=H1A3H7 TAEGU

> UniRef90_G3STB4
<http://www.uniprot.org/uniref/UniRef90 G3STB4> 577 1153 |
Tyrosine-protein kinase (Fragment) n=1 Tax=Loxodonta africana RepID=G3STB4_ LOXAF

> UniRef90 GIMVV3
<http://www.uniprot.org/uniref/UniRef90_ G1MVV3> 535 1025 |
Tyrosine-protein kinase (Fragment) n=4 Tax=Phasianidae RepID=G1MVV3 MELGA





